ABSTRACT
INTRODUCTION
The Database of Ribosomal Cross-links (DRC) was created one year ago (1) . This database includes data on more than 1000 published cross-links between different Escherichia coli ribosomal components. During the past year new cross-linking data have appeared, namely intra-RNA cross-links within 16S rRNA (2) and 23S rRNA (3), inter-RNA cross-links between 5S rRNA and 23S rRNA (4), and protein-protein cross-links to L7/L12 (5). All these data are now included in the updated version of the DRC.
NEW FEATURES OF THE DRC
Because some research publications do not provide full information concerning the chemical and photochemical reagents used to generate the cross-links, we have created a brief description of the basic features of almost all the reagents mentioned in the DRC. This description includes: (i) most common names of the reagent; (ii) chemical structure of the molecule; (iii) maximum extended length of the cross-link formed after treatment with the reagent; (iv) method of incorporation of the reagent into the ribosomal component or ligand; (v) methods or conditions for cross-link generation; (vi) specificity of the reagent; and (vii) relevant literature referenced.
In order to make this database available for the different software on almost all computer platforms, we have created a counterpart of the DRC in dBASE IV format. These files are available in zip archive in the DRC. Users can freely download these files, and edit the data for their own purposes. Figure 1 illustrates the interface of the DRC in dBASE IV format for Windows 95/NT.
In order to make the information search in the DRC simpler and faster, we are planning to create a search system based on the secondary structure maps of rRNA. At the moment a demonstration version is available for the data concerning 5S rRNA cross-links. In order to get full information about a particular nucleotide within the 5S rRNA, the user simply needs to click onto the corresponding nucleotide with the left key of his mouse. For next year we are planning to create similar search systems for the 16S and 23S rRNA.
